CLAIM AMENDMENTS 

±, A method comprising; 

a) obtaining n PN A ^ ffl r ririn . ™ nnf>tinrnh1p moiety; 

b) cleaving rnii i P M A ""th n firrt mrtrirtinn endonuckage; 
ligating a linker molecule to caid PNA; 

d) immobilizing tb» nMA ^^ pnt tVnt inn1llHpr rlid anchornble moiety to in 
anchor; 

c) ele r in c caid immobile nM A frn ™ innhnr with n second rertrirti o n 

endonucleasei 

f) ligating n i™l"n- mnlrmlp tn nid cleaved PNAi 

g) amplifying caid ligated PNA, 

2. Th ? m ethod -f -hir* 1 > coiH rnsT A ir imtrinhiliTed nrior to cleaving with caid firrt 
endonuclease i 

3 . The method of claim ±20, wherein said PNA is non-genomic PNA. 

4. The method of claim ±20, wherein said PNA is cPNA. 

5. Th- method of chim 1 , v^~" "iH onrWnhln mnietv comprirer a mcanc of adherinfl . 

6. Th - method ~f ^ "*"-r»in rn iH mnnr nf adhering compriccc a mew of 
establishing a non covalcnt interaction ■ 

7. Th- method ?f -It- ^ ™r*mr nf idhcrina comprises a mew o f 
establishing a covalent interaction . 

g. The method -Mr™ ^ "^^n mid mnnnr nf nHherinQ comorisec a liqand , 
9. The method of 'Maim ^ "^^n r qiH mpnnr nf -adhering ie biotin . 
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10. Th- rrrthH '^^^ * s wh^wm nid mpnnr nf nHhpHnp rnmprirer m antibody . 

11. The method of chim 1 , ""b^" ™rWih1p mnipty ir Innted at the 3' end , 

12. The mfthH rt f A ir mime tnnrrrihpri from mcccenQer FN <V 

13. Th? m"tW " f "'- ; " 1 roiH rpirprrp trwrriptinn ir initiitcd at an olidO dT 

11 The method ?f ?hir» 10 , iwrpn-p trmmriptinn ir initiited it a random 

hexamer. 

15 . The method of claim 13, wherein said oligo dT is biotinylated , 

16. The method of chim 1? wheH" mTsTA ir I'mmnVnlWpH nn n mhrtnte bv means of 
said biotinylated oligo dT . 

17. The method of claim 16, wherein eaid substrate is streptavidin , 

18. The method ?f Tlnin \ "*™™n th* nrrW nf niH firrt nnd naid second restriction 
/ endonucleases is reversed , 

* 

19. The m°thH "f ^H™ 1 ; "rWwn mid grnplifirntirm ir initinted at primers comprising a 
sequence complementary to said fir s t and said s econd linkers respectively , 

20. A method of subjecting a DNA molecule to a DNA synthesis reaction, the DNA 
molecule having a first linker sequence positioned at one end of the DNA molecule and a 
second linker sequence, different from said first linker sequence, positioned at the other 
end of the DNA molecul e The method of claim 1 , wherein said ligated DNA is subjected 
to a DNA synthesis reaction amplified with a primer set comprising: 
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a) a first amplification primer, wherein the 5' sequence of said primer is 
complementary to said first linker sequence and the 3' sequence of said primer 
comprises a specificity region; 

b) a second amplification primer, wherein the 5' sequence of said primer is 
complementary to said second linker sequence and the 3' sequence of said primer 
comprises a specificity region. 

21. The method of claim 2085, wherein said amplification is performed with an array of 
combinations of alternate amplification primers. 

22. Th~ irrthH " f ^™ ™ wW^n nid TYfsT A frnmnent ir , preamnlified , 

23. The method of claim 485, further comprising, identifying the amplified DNA. 

24. The method of claim 23, wherein said identification is based upon length. 

25 . The method of claim 23, wherein said identification is performed by a computer program. 

26. The method of claim 21, wherein said array of amplifications is performed in a multi- 
well plate. 

27. The method of claim 20, wherein the specificity region of the primers of the first primer 
set is 3,4,5,6,7 or 8 base pairs long. 

28. The method of claim 20, wherein the specificity region of the primers of the second 
primer set is 3,4,5,6,7 or 8 base pairs long. 

29. The method of claim 485, wherein said amplification comprises polymerase chain 
reaction, nucleic acid sequence based amplification, transcription mediated amplification, 
strand displacement amplification or ligase chain reaction. 
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30. Th ° m ethod of rhim 1 , "^"^ ™M mrrrirtmn pnrlmiiirWp hac a four base pair 
recognition site . 

31. TV method of rhim 1, ™* firrt mrtrirtinn enHnnnHpire hie a recognition site 
of five, six, ceven or eight base pairs . 

32. Th ? method of -him ™j "^"-^ mid flirt rprtrirtinn PTidnnnrlcacc ic NlaTIL Dpnll, 
Sau3.M, Hrp n 7TT, r-4Wj ™<™ } w-pi/i^i , TrpSHO T HhnT HinPII. HnaTT, MrpT, 
Taqalphal, MacII or 1^091 

33. Th ° method of -him 1 , "in rprtrirtinn rnrinnurlpiGC hac a four bace pair 
recognition site . 

31 Th° method ?f "hi™ 1 «-^nnH rprtrirtinn pnrionnHoace hac a recognition 

cite of five, cix, seven or eight base pair s. 

35. The method of rhim ™*»™™ th P rprtrWinn pridnrmrlp-irc in Nlalll. DpnII. Sau3AT, 
IIcp92II 7 Mb"LNd" TT , 1p T 1/r{1 i Tr r <:n0T J Hh ' lT ffiriP1T ^yin MmT Tirntohal. Maell 
orK2091. 

36. The method of claim i85, wherein a label is incorporated into said amplified DNA. 

37. The method of claim 36, wherein said label is incorporated by means of a labeled primer. 

38. The method of claim 36, further comprising, partial nucleotide sequence identification of 
the amplified products by the identity of the label. 

39. The method of claim 36, wherein said label is a chromophore. 

40. The method of claim 36, wherein said label is a fluorophore. 
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The method of claim 36, wherein said label is an affinity label. 



42. The method of claim 36, wherein said label is a dye. 

43. The method of claim 37, wherein the 5' end of said primer comprises an amino moiety 
and a flurophore is covalently attached by the reaction of a succinimido ester of the 
flurophore to the 5' amino-modified primer. 

44. The method of claim 40, wherein said fluorophore is Alexa 350, Alexa 430, AMCA, 
BODIPY 630/650, BODIPY 650/665, BODIPY-FL, BODIPY-R6G, BODIPY-TMR, 
BODIPY-TRX, Cascade Blue, Cy2, Cy3, Cy5,6-FAM, Fluorescein, HEX, 6-JOE, 
Oregon Green 488, Oregon Green 500, Oregon Green 514, Pacific Blue, REG, 
Rhodamine Green, Rhodamine Red, ROX, TAMRA, TET, Tetramethylrhodamine, and 
Texas Red. 

45 . The method of claim i20, wherein the products of said DNA synthesis reaction 
amplification are analyzed. 

46. The method of claim 45, wherein said analysis of amplification products is by 
polyacrylamide gel electrophoresis. 

47. The method of claim 45,wherein said analysis of amplification p roducts is by capillary 
gel electrophoresis. 

48. The method of claim 45, wherein said analysis of amplification p roducts is by mass 
spectrophotometry. 

49. The method of claim 45, wherein said analysis of amplification p roducts is by energy 
transfer. 
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50. The method of claim, 45, wherein said analysis of amplification products is by the 
BioStar technology. 

5 1 . The method of claim 45, wherein said analysis of amplification products is by the 
Luminex technology. 

52. The method of claim 45, wherein said analysis of amplification products comprises 
quantifying amplification products. 

53. The method of claim 52, wherein said quantifying is by measuring the ratio of each 
amplified product to a co-amplified reference-gene. 

54. The method of claim 52, wherein said quantifying is by measuring the ratio of each 
amplified product to a panel o f co amplified reference-genes. 

55. The method of claim 52, wherein said analysis of amplification p roducts is by Real-Time 
PCR. 

56. The method of claim 45, wherein said analysis of amplification products is performed in 
a multi-well plate. 

57. The method of claim 45, wherein said analysis of amplification products is performed on 
a membrane. 

58. The method of claim 45, wherein said analysis of amplification p roducts is performed on 
a solid matrice. 

59. The method of claim 58, wherein said solid matrice is a DNA chip. 

60. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a different cell or tissue. 
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61 . The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cancerous cell or tissue. 

62. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a pharmaceutical compound. 

63 . The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a teratogenic compound. 

64. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a carcinogenic compound. 

65 . The method of claim 204, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a toxic compound. 

66. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a biological response modifier. 

67. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a hormone, a hormone agonist or a 
hormone antagonist. 

68. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a cytokine. 

69. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
DNA derived from a cell or tissue treated with a growth factor. 
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70. The method of claim 420, performed on DNA derived from a normal cell or tissue and on 
the DNA derived from a cell or tissue treated with the ligand of a known biological 
receptor. 

71. The method of claim 420, performed on DNA derived from a cell or tissue type obtained 
from a different species. 

72. The method of claim 420, performed on DNA derived from a cell or tissue type obtained 
from a different organism. 

73. The method of claim 420, performed on DNA derived from a cell or tissue at different 
stages of development. 

74. The method of claim 420, performed on DNA derived from a normal cell or tissue and oi 
the DNA derived from a cell or tissue that is diseased. 

75. The method of claim 420, performed on DNA derived from a cell or tissue cultured in 
vitro under different conditions. 

76. The method of claim 420, performed on the DNA derived from a cell or tissue from two 
organisms of the same species with a known genetic difference. 

77. A kit frr <*^^™ ^ 2 mf * evprprrinn rnmpririnrr 

a) a first restriction enzyme; 

b) a second restriction eng)rmej 

e) a first, ligatable, oligonucleotide tag; 

d) a second^ ligatable, oligonucleotide tflfli 

c) a firct nmrlif 5 ^™ 1 r"™^. thp v ^gumpe of r . aid primer k 

complements t~ ^umm nr.H the V roqnenre comnriges a 

specificity region; 
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£) a second amplification primer, wherein the 5' sequence of said primer i s 

complementary to said second linker sequence and the 3' sequence comprise s 
a specificity region; 

g) software capable of analyzing data generated from said kit , 

2& The kit of claim 77, wherein said first restriction endonuclease is a four base pair cutter , 

3& The kit of claim 78, wherein said first restriction endonuclease i s Nlalll, DpnII, Sau3AI, 

Hcp92II, Mbol, Ndell, BspH31, Tsp5Q9 I, Hhal, HinPlI, Hpall, Mspl, Taqalphal, Maell 
orK3091 . 

SQ, The kit of claim 77, wherein s aid second restriction endonuclease is a four base pair 

cutter, 

g_U The kit of claim 80, wherein said second restriction endonuclease is NlalH, Dpnll, 

Sau3AI, Hcp92II, Mbol, Ndell, Bspl13l, Tcp509 I, Hhal, HinPlI, Hpall, Mspl, 
Taqalphal, Maell or K2Q91 . 

S2, The kit of claim 77, wherein said first primer set comprises the sequence 

GCTGTCTAGACG (SEQ ID NQ;1), 

&i The kit of claim 77, wherein said second primer set comprise s the sequence 

CGGTGATGCATC (SEQ ID NO;2), 

£4 The method of claim 1, wherein said anchorable moiety is located at the 5' end , 

85. The method of claim 20, wherein the first and second primers are employed to amplify 
the DNA molecule. 
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86. The method of claim 20, wherein the first and second primers are employ ed to sequence 
the DNA molecule. 

87 . A primer molecule having a 5 ' sequence for annealing to a linker sequence and a 3 ' 
terminal specificity region of from 3 to 8 nucleotides in length, the specificity region defined as 
one of all possible sequence combinations of A, T, G and C. 

88 . A population of primer molecules, the primer molecules having a 5 * s equence for 
annealing to a linker sequence and a 3' terminal specificity region of from 3 to 8 nucleotides in 
length, the population of primer molecules having specificity regions collectiv ely reflecting all 
possible sequence combinations of A, T, G and C. 

89 . A primer molecule selected from the population of claim 88 . 
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